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Development of protein interaction prediction methods by modeling protein
substructures
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i We developed a similarity measure between protein tertiary structures using SIFT
local feature descriptor, which is often used in the field of image recognition. The proposed measure

outperforms previously developed measures based on_image compression. Furthermore, we proposed
conditional random field models for predicting residue-base contacts in protein-RNA complexes. In
addition, we developed methods for predicting protein heterodimers and heterotrimers in higher accuracy

than existing methods.
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